
logo MNTLQKGFTL I ELMIV IA IVGI LAAVAMLPTADYPQDSYRTLARRAGQNVDSEAI LLAEGQKSAVTEYYLNNHGI
KWPKENDNDTKSAGVASAPPSTTDI

NTDB id 1143995 C7S05 RS12855 WP 106278765.1 ...........................MPTDPDSRL.RGNDEAILLAEGQKSAVTEYYLNNGKWPEDNDKAGVASPPTDI 52
NTDB id 1119 NGFG RS11465 WP 017147169.1 MNTLQKGFTLIELMIVIAIVGILAAVALPAYQDYTARAQVSEAILLAEGQKSAVTEYYLNHGKWPENNTSAGVASPPTDI 80
NTDB id 1109 OK783 RS10670 WP 157147416.1 MNTLQKGFTLIELMIVIAIVGILAAVALPAYQDYTARAQVSEAILLAEGQKSAVTEYYLNHGIWPKDNTSAGVASA.STI 79
consensus ****************************!***!********!!!!!!!!!!!!!!!!!!!*!*!!**!**!!!!!****!

logo KGKYVKQEKSVTEVAKTKNGVVTATQML
ASSTGVNNKE IKQDGKKLSLWGARKRQENDGSVKWFCGQPVQTRADTDGNADADNTDDTVKDDTVTAAANTVDADGKADNNGGKNAEKIDTK

NTDB id 1143995 C7S05 RS12855 WP 106278765.1 KGKYVQSVTVTNGVVTAQMASTGVNKEIQGKKLSLWAKREDGSVKWFCGQPVQRDNAADTKDDTVTAANDAGNGGKIDTK 132
NTDB id 1119 NGFG RS11465 WP 017147169.1 KGKYVKEVEVKNGVVTATMLSSGVNNEIKGKKLSLWGRRENGSVKWFCGQPVTRADDDTV........ADAKDGKEIDTK 152
NTDB id 1109 OK783 RS10670 WP 157147416.1 KGKYVQKVEVAKGVVTAQMASTGVNKEIQDKKLSLWAKRQDGSVKWFCGQPVTRTGDNDD........TVADANNAIDTK 151
consensus !!!!!* !*! *!!!!!*!*!*!!!*!!**!!!!!!**!**!!!!!!!!!!!*! * * *! * !!!!

logo HLPSTCRDKEASSADLAPTGKIAR ITANGRKTTLLPAWHPPHRHQRQIC
NTDB id 1143995 C7S05 RS12855 WP 106278765.1 HLPSTCRDESSLPGIARITANGRKTTLLPAWHPPHRHQRQIC 174
NTDB id 1119 NGFG RS11465 WP 017147169.1 HLPSTCRDKASDAK............................ 166
NTDB id 1109 OK783 RS10670 WP 157147416.1 HLPSTCRDESSAT............................. 164
consensus !!!!!!!!**!
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